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[Abstract] Tuberculosis is still a chronic infectious disease which is seriously harmful to human health.
Exosome plays an important role in the occurrence and development of tuberculosis. Recently, more and more
attention has been paid to the role of non-coding RNA in tuberculosis diagnosis. In this paper, the latest
developments of exosome and Mycobacterium tuberculosis infection, exosomal non-coding RNA and tuberculosis
diagnosis are reviewed, in order to provide a new idea for the study of early diagnosis, efficacy monitoring and

prognosis estimation of tuberculosis from the perspective of exosomal non-coding RNA.
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